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SEQUENCE LISTING 



m 09/868605 

"jjPec T dPCT/PT0 1 9 JUN 2001 



o 



<210> 1 
<211> 288 
<212> PRT 

<213> Homo sapiens 



m 
m 

n 

5 



<400> 1 

Met Gly His Thr Arg Arg Gin 
1 5 

Leu Asn Phe Phe Gin Leu Leu 
20 



Gly Thr Ser 
10 

Val Leu Ala 
25 



Pro Ser Lys Cys Pro Tyr 
15 

Gly Leu Ser His Phe Cys 
30 



2 

CP 



Ser Gly Val lie His Val Thr Lys Glu Val 

35 40 

Ser Cys Gly His Asn Val Ser Val Glu Glu 

50 55 

Tyr Trp Gin Lys Glu Lys Lys Met Val Leu 

65 70 



Lys Glu Val Ala Thr Leu 
45 

Leu Ala Gin Thr Arg lie 
60 

Thr Met Met Ser Gly Asp 
75 80 



Met Asn lie Trp Pro Glu Tyr Lys Asn Arg 
85 90 



Thr lie Phe Asp lie Thr 
95 



Asn Asn Leu Ser lie Val lie Leu Ala Leu 
100 105 



Arg Pro Ser Asp Glu Gly 
110 



Thr Tyr Glu Cys Val Val Leu Lys Tyr Glu 
115 120 



Lys Asp Ala Phe Lys Arg 
125 



Glu His Leu Ala Glu Val Thr Leu Ser Val 
130 135 



Lys Ala Asp Phe Pro Thr 
140 



Pro Ser lie Ser Asp Phe Glu 
145 150 



lie Pro Thr Ser Asn lie Arg Arg lie 
155 160 



lie. Cys Ser Thr Ser Gly Gly Phe Pro Glu 
165 170 



Pro His Leu Ser Trp Leu 
175 



Glu Asn Gly Glu Glu Leu Asn Ala He Asn Thr Thr Val Ser Gin Asp 



180 



185 



190 



Pro Glu Thr Glu Leu Tyr Ala Val Ser Ser Lys Leu Asp Phe Asn Met 

195 200 205 

Thr Thr Asn His Ser Phe Met Cys Leu lie Lys Tyr Gly His Leu Arg 

210 215 220 

Val Asn Gin Thr Phe Asn Trp Asn Thr Thr Lys Gin Glu His Phe Pro 

225 230 235 240 

Asp Asn Leu Leu Pro Ser Trp Ala lie Thr Leu lie Ser Val Asn Gly 

245 250 255 

lie Phe Val lie Cys Cys Leu Thr Tyr Cys Phe Ala Pro Arg Cys Arg 

260 265 270 

Glu Arg Arg Arg Asn Glu Arg Leu Arg Arg Glu Ser Val Arg Pro Val 

275 280 285 



<210> 2 

<211> 972 

<212> DNA 

<213> Homo sapiens 



<400> 2 

atgggactga 

aagattcaag 

aaccaaagcc 

gaggtatact 

agttttgatt 

ttgtatcaat 

aattctgaac 

ataacagaaa 

aagaagatga 

cagaaatctc 

ttccctgatg 

cttttatctt 

ccttggatta 

ctatggaaat 

atggagaggg 

tctgatgaag 

acatgttttt 



gtaacattct 
cttatttcaa 
tgagtgagct 
taggcaaaga 
cggacagttg 
gtatcatcca 
tgtcagtgct 
atgtgtacat 
gtgttttgct 
aagataatgt 
ttacgagcaa 
cacctttctc 
cagctgtact 
ggaagaagaa 
aagagagtga 
cccagcgtgt 
aa 



ctttgtgatg 
tgagactgca 
agtagtattt 
gaaatttgac 
gaccctgaga 
tcacaaaaag 
tgctaacttc 
aaatttgacc 
aagaaccaag 
cacagaactg 
tatgaccatc 
tatagagctt 
tccaacagtt 
gaagcggcct 
acagaccaag 
ttttaaaagt 



gccttcctgc 
gacctgccat 
tggcaggacc 
agtgttcatt 
cttcacaatc 
cccacaggaa 
agtcaacctg 
tgctcatcta 
aattcaacta 
tacgacgttt 
ttctgtattc 
gaggaccctc 
attatatgtg 
cgcaactctt 
aaaagagaaa 
tcgaagacat 



tctctggtgc 
gccaatttgc 
aggaaaactt 
ccaagtatat 
ttcagatcaa 
tgattcgcat 
aaatagtacc 
tacacggtta 
tcgagtatga 
ccatcagctt 
tggaaactga 
agcctccccc 
tgatggtttt 
ataaatgtgg 
aaatccatat 
cttcatgcga 



tgctcct ctg 
aaactctcaa 
ggttctgaat 
gggccgcaca 
ggacaagggc 
ccaccagatg 
aatttctaat 
cccagaacct 
tggtattatg 
gtctgtttca 
caagacgcgg 
agaccacatt 
ctgtctaatt 
aaccaacaca 
acctgaaaga 
caaaagtgat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

972 



<210> 3 
<211> 323 
<212> PRT 

<213> Homo sapiens 
<400> 3 

Met Gly Leu Ser Asn lie Leu Phe Val Met Ala Phe Leu Leu Ser Gly 
15 10 15 



Ala Ala Pro Leu Lys lie Gin Ala Tyr Phe Asn Glu Thr Ala Asp Leu 
20 25 30 



m 

O 




Pro Cys Gin Phe Ala Asn Ser Gin Asn Gin Ser Leu Ser Glu Leu Val 
35 40 45 

Val Phe Trp Gin Asp Gin Glu Asn Leu Val Leu Asn "Glu Val Tyr Leu 
50 55 60 

Gly Lys Glu Lys Phe Asp Ser Val His Ser Lys Tyr Met Gly Arg Thr 
65 70 75 80 

Ser Phe Asp Ser Asp Ser Trp Thr Leu Arg Leu His Asn Leu Gin lie 
85 90 95 

Lys Asp Lys Gly Leu Tyr Gin Cys lie lie His His Lys Lys Pro Thr 
100 105 110 

Gly Met lie Arg lie His Gin Met Asn Ser Glu Leu Ser Val Leu Ala 
115 120 125 

Asn Phe Ser Gin Pro Glu lie Val Pro lie Ser Asn lie Thr Glu Asn 
130 135 140 

Val Tyr lie Asn Leu Thr Cys Ser Ser lie His Gly Tyr Pro Glu Pro 
rf\ 145 150 155 160 



Lys Lys Met Ser Val Leu Leu Arg Thr Lys Asn Ser Thr lie Glu Tyr 
165 170 175 



W Asp Gly lie Met Gin Lys Ser Gin Asp Asn Val Thr Glu Leu Tyr Asp 



180 185 190 

Val Ser lie Ser Leu Ser Val Ser Phe Pro Asp Val Thr Ser Asn Met 
195 200 205 

Thr lie Phe Cys lie Leu Glu Thr Asp Lys Thr Arg Leu Leu Ser Ser 
210 215 220 



Pro Phe Ser lie Glu Leu Glu Asp Pro Gin Pro Pro Pro Asp His lie 
225 230 235 240 

Pro Trp lie Thr Ala Val Leu Pro Thr Val lie lie Cys Val Met Val 
245 250 255 

Phe Cys Leu lie Leu Trp Lys Trp Lys Lys Lys Lys Arg Pro Arg Asn 
. 260 265 270 

Ser Tyr Lys Cys Gly Thr Asn Thr Met Glu Arg Glu Glu Ser Glu Gin 
275 280 285 

Thr Lys Lys Arg Glu Lys lie His lie Pro Glu Arg Ser Asp Glu Ala 
290 295 300 

Gin Arg Val Phe Lys Ser Ser Lys Thr Ser Ser Cys Asp Lys Ser Asp 
305 310 315 320 

Thr Cys Phe 



<210> 4 
<211> 834 
<212> DNA 



<213> Homo sapiens 



<400> 4 

atggttcgtc 

gaaccaccca 

tgccagccag 

ccttgcggtg 

aaatactgcg 

accatctgca 

ctgcaccgct 

accatctgcg 

tgtcaccctt 

aagactgatg 

atcttcggga 

aagccaacca 

gatcttcctg 

gtcacccagg 



tgcctctgca 
ctgcatgcag 
gacagaaact 
aaagcgaatt 
accccaacct 
cctgtgaaga 
catgctcgcc 
agccctgccc 
ggacaagctg 
ttgtctgtgg 
tcctgtttgc 
ataaggcccc 
gctccaacac 
aggatggcaa 



gtgcgtcctc 
agaaaaacag 
ggtgagtgac 
cctagacacc 
agggcttcgg 
aggctggcac 
cggctttggg 
agtcggcttc 
tgagaccaaa 
tccccaggat 
catcctcttg 
ccaccccaag 
tgctgctcca 
agagagtcgc 



tggggctgct 
tacctaataa 
tgcacagagt 
tggaacagag 
gtccagcaga 
tgtacgagtg 
gtcaagcaga 
ttctccaatg 
gacctggttg 
cggctgagag 
gtgctggtct 
caggaacccc 
gtgcaggaga 
atctcagtgc 



tgctgaccgc 
acagtcagtg 
tcactgaaac 
agacacactg 
agggcacctc 
aggcctgtga 
ttgctacagg 
tgtcatctgc 
tgcaacaggc 
ccctggtggt 
ttatcaaaaa 
aggagatcaa 
ctttacatgg 
aggagagaca 



tgtccatcca 
ctgttctttg 
ggaatgcctt 
ccaccagcac 
agaaacagac 
gagctgtgtc 
ggtttctgat 
tttcgaaaaa 
aggcacaaac 
gatccccatc 
ggtggccaag 
ttttcccgac 
atgccaaccg 
gtga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

834 



<210> 5 
<211> 277 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Met Val Arg Leu Pro 
1 5 

Ala Val His Pro Glu 
20 



Leu Gin Cys Val Leu 
10 

Pro Pro Thr Ala Cys 
25 



Trp Gly Cys 
Arg Glu Lys 



Leu Leu Thr 

15 

Gin Tyr Leu 
30 



lie Asn Ser Gin Cys 
35 

Ser Asp Cys Thr Glu 
50 



Cys Ser Leu Cys Gin 
40 

Phe Thr Glu Thr Glu 
55 



Pro Gly Gin 
45 

Cys Leu Pro 
60 



Lys Leu Val 
Cys Gly Glu 



Ser Glu Phe Leu Asp 
65 



Thr Trp Asn Arg Glu 
70 



Thr His Cys 
75 



His Gin His 
80 



Lys Tyr Cys Asp Pro 
85 



Asn Leu Gly Leu Arg 
90 



Val Gin Gin 



Lys Gly Thr 
95 



Ser Glu Thr Asp Thr 
100 



lie Cys Thr Cys Glu 
105 



Glu Gly Trp 



His Cys Thr 
110 



Ser Glu Ala Cys Glu 
115 

Phe Gly Val Lys Gin 
130 



Ser Cys Val Leu His 
120 

lie Ala Thr Gly Val 
135 



Arg Ser Cys 
125 

Ser Asp Thr 
140 



Ser Pro Gly 
lie Cys Glu 



Pro Cys Pro Val Gly 
145 



Phe Phe Ser Asn Val 
150 



Ser Ser Ala 
155 



Phe Glu Lys 
160 



Cys His Pro Trp Thr 
165 



Ser Cys Glu Thr Lys 
170 



Asp Leu Val 



Val Gin Gin 
175 



Ala Gly Thr Asn Lys Thr Asp Val Val Cys Gly Pro Gin Asp Arg Leu 
180 185 190 



Arg Ala Leu Val Val lie Pro lie lie Phe Gly He Leu Phe Ala He 
195 200 205 

Leu Leu Val Leu Val Phe He Lys Lys Val Ala Lys Lys Pro Thr Asn 
210 215 220 

Lys Ala Pro His Pro Lys Gin Glu Pro Gin Glu He Asn Phe Pro Asp 
225 230 235 240 

Asp Leu Pro Gly Ser Asn Thr Ala Ala Pro Val Gin Glu Thr Leu His 
245 250 255 

Gly Cys Gin Pro Val Thr Gin Glu Asp Gly Lys Glu Ser Arg He Ser 
260 265 270 

Val Gin Glu Arg Gin 
275 



<210> 6 
<211> 735 
<212> PRT 

<213> Homo sapiens 



OB 

m 

Q 

m 



<400> 6 

Met Val Val He Leu Gly Ala Ser Asn He Leu Trp lie' Met Phe Ala 
1 5 10 15 

Ala Ser Gin Ala Phe Lys He Glu Thr Thr Pro Glu Ser Arg Tyr Leu 
20 25 30 

s Ala Gin He Gly Asp Ser Val Ser Leu Thr Cys Ser Thr Thr Gly Cys 

Q 35 4 0 4 5 

3 

p. Glu Ser Pro Phe Phe Ser Trp Arg Thr Gin He Asp Ser Pro Leu Asn 

^ 50 55 60 

! '4 

f3 Gly Lys Val Thr Asn Glu Gly Thr Thr Ser Thr Leu Thr Met Asn Pro 

65 70 75 80 

Val Ser Phe Gly Asn Glu His Ser Tyr Leu Cys Thr Ala Thr Cys Glu 
85 90 95 

Ser Arg Lys Leu Glu Lys Gly He Gin Val Glu He Tyr Ser Phe Pro 
100 105 110 

Lys Asp Pro Glu He His Leu Ser Gly Pro Leu Glu Ala Gly Lys Pro 
115 120 125 

He Thr Val Lys Cys Ser Val Ala Asp Val Tyr Pro Phe Asp Arg Leu 
130 135 140 

Glu He Asp Leu Leu Lys Gly Asp His Leu Met Lys Ser Gin Glu Phe 
145 150 155 160 

Leu Glu Asp Ala Asp Arg Lys Ser Leu Glu Thr Lys Ser Leu Glu Val 
165 170 175 



Thr Phe Thr Pro Val He Glu Asp He Gly Lys Val Leu Val Cys Arg 
180 185 190 



Ala Lys Leu His 
195 

Ala Val Lys Glu 
210 

Ser Val Asn Pro 
225 

Thr Cys Ser Ser 



Lys Leu Asp Asn 
260 

Thr Leu lie Ala 
275 

Gly Val Asn Leu 
290 

Gin Glu Lys Pro 
305 

Ala Gin lie Gly 



Glu Ser Pro Ser 
340 

Gly Lys Val Arg 
355 

Val Ser Phe Glu 
370 

His Lys Lys Leu 
385 

Arg Asp Pro Glu 



Cys Thr Val Ser 
420 

Glu lie Glu Leu 
435 

Leu Glu Asp Thr 
450 

Thr Phe lie Pro 
465 

Ala Lys Leu His 



Ser Thr Gin Thr 
500 



lie Asp Glu Met 
200 

Leu Gin Val Tyr 
215 

Ser Thr Lys Leu 
230 

Glu Gly Leu Pro 
245 

Gly Asn Leu Gin 



Met Arg Met Glu 
280 

lie Gly Lys Asn 
295 

Phe Thr Val Glu 
310 

Asp Ser Val Met 
325 

Phe Ser Trp Arg 



Ser Glu Gly Thr 
360 

Asn Glu His Ser 
375 

Glu Lys Gly lie 
390 

lie Glu Met Ser 
405 

Cys Lys Val Pro 



Leu Lys Gly Glu 
440 

Asp Met Lys Ser 
455 

Thr lie Glu Asp 
470 

lie Asp Asp Met 
485 

Leu Tyr Val Asn 



Asp Ser Val Pro 



lie Ser Pro Lys 
220 

Gin Glu Gly Gly 
235 

Ala Pro Glu lie 
250 

His Leu Ser Gly 
265 

Asp Ser Gly lie 



Arg Lys Glu Val 
300 

lie Ser Pro Gly 
315 

Leu Thr Cys Ser 
330 

Thr Gin lie Asp 
345 

Asn Ser Thr Leu 



Tyr Leu Cys Thr 
380 

Gin Gly Glu Leu 
395 

Gly Gly Leu Val 
410 

Ser Val Tyr Pro 
425 

Thr lie Leu Glu 



Leu Glu Asn Lys 
460 

Thr Gly Lys Ala 
475 

Glu Phe Glu Pro 
490 

Val Ala Pro Arg 
505 



Thr Val Arg Gin 
205 

Asn Thr Val lie 



Ser Val Thr Met 
240 

Phe Trp Ser Lys 
255 

Asn Ala Thr Leu 
270 

Tyr Val Cys Glu 
285 

Glu Leu lie Val 



Pro Arg lie Ala 
320 

Val Met Gly Cys 
335 

Ser Pro Leu Ser 
350 

Thr Leu Ser Pro 
365 

Val Thr Cys Gly 



Tyr Ser Phe Pro 
400 

Asn Gly Ser Ser 
415 

Leu Asp Arg Leu 
430 

Asn lie Glu Phe 
445 

Ser Leu Glu Met 



Leu Val Cys Gin 
480 

Lys Gin Arg Gin 
495 

Asp Thr Thr Val 
510 



Leu Val Ser Pro Ser Ser lie Leu Glu Glu Gly Ser Ser Val Asn Met 



515 



520 



525 



Thr Cys Leu Ser Gin Gly Phe Pro Ala Pro Lys lie Leu Trp. Ser Arg 
530 535 540 

Gin Leu Pro Asn Gly Glu Leu Gin Pro Leu Ser Glu Asn Ala Thr Leu 
545 550 555 560 

Thr Leu lie Ser Thr Lys Met Glu Asp Ser Gly Val Tyr Leu Cys Glu 
565 570 575 

Gly lie Asn Gin Ala Gly Arg Ser Arg Lys Glu Val Glu Leu lie lie 
580 585 590 

Gin Val Thr Pro Lys Asp lie Lys Leu Thr Ala Phe Pro Ser Glu Ser 
595 600 605 

Val Lys Glu Gly Asp Thr Val lie lie Ser Cys Thr Cys Gly Asn Val 
610 615 620 

Pro Glu Thr Trp lie lie Leu Lys Lys Lys Ala Glu Thr Gly Asp Thr 
625 630 635 640 

Val Leu Lys Ser lie Asp Gly Ala Tyr Thr lie Arg Lys Ala Gin Leu 
645 . 650 655 

Lys Asp Ala Gly Val Tyr Glu Cys Glu Ser Lys Asn Lys Val Gly Ser 
660 665 670 

Gin Leu Arg Ser Leu Thr Leu Asp Val Gin Gly Arg Glu Asn Asn Lys 
675 680 685 

Asp Tyr Phe Ser Pro Glu Leu Leu Val Leu Tyr Phe Ala Ser Ser Leu 
690 695 700 

lie lie Pro Ala lie Gly Met lie lie Tyr Phe Ala Arg Lys Ala Asn 
705 710 715 720 

Met Lys Gly Ser Tyr Ser Leu Val Glu Ala Gin Lys Ser Lys Val 
725 730 735 



<210> 7 

<211> 945 

<212> DNA 

<213> Mus musculus 



<400> 7 

atgttctcca 

ctcctcaagt 

caagtgtctt 

ccttgccgtt 

catgacaaag 

aaccggactt 

gaccggggca 

cacttggctt 

tctggaaacc 

aagcctcgct 

tcccaggatc 

cgcaaccaca 

acctgggaaa 



aagcatctga 
ttccatgtcc 
cagatgttga 
acaactctcc 
tggtgctgtc 
tatatgacaa 
catacagctg 
tagtaaagtt 
catctgcaga 
tctcttggtt 
ctgaatctga 
ccattaagtg 
aacccccaga 



agctatggct 
aaggctcatt 
tgaacaactg 
tcatgaagat 
tgtcattgct 
cactacctac 
tgtcgttcaa 
gtccatcaaa 
cactaaaagg 
ggaaaatgga 
attgtacacc 
tctcattaaa 
agaccctcct 



tgcaattgtc 
cttctctttg 
tccaagtcag 
gagtctgaag 
gggaaactaa 
tctcttatca 
aagaaggaaa 
gctgacttct 
attacctgct 
agagaattac 
attagtagcc 
tatggagatg 
gatagcaaga 



agttgatgca 
tgctgctgat 
tgaaagataa 
accgaatcta 
aagtgtggcc 
tcctgggcct 
gaggaacgta 
ctacccccaa 
ttgcttccgg 
ctggcatcaa 
aactagattt 
ctcacgtgtc 
acacacttgt 



ggatacacca 
tcgtctttca 
ggtattgctg 
ctggcaaaaa 
cgagtataag 
ggtcctttca 
tgaagttaaa 
cataactgag 
gggtttccca 
tacgacaatt 
caatacgact 
agaggacttc 
gctctttggg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 



gcaggattcg gcgcagtaat aacagtcgtc gtcatcgttg tcatcatcaa atgcttctgt 840 
aagcacagaa gctgtttcag aagaaatgag gcaagcagag aaacaaacaa cagccttacc 900 
ttcgggcctg aagaagcatt agctgaacag accgtcttcc tttag 945 



<210> 8 
<211> 314 
<212> PRT 

<213> Mus musculus 
<400> 8 

Met Phe Ser Lys Ala Ser Glu Ala Met Ala Cys Asn Cys Gin Leu Met 
15 10 15 

Gin Asp Thr Pro Leu Leu Lys Phe Pro Cys Pro Arg Leu lie Leu Leu 
20 25 30 

Phe Val Leu Leu lie Arg Leu Ser Gin Val Ser Ser Asp Val Asp Glu 
35 40 45 

Gin Leu Ser Lys Ser Val Lys Asp Lys Val Leu Leu Pro Cys Arg Tyr 

„ 50 55 60 

W Asn Ser Pro His Glu Asp Glu Ser Glu Asp Arg lie Tyr Trp Gin Lys 

GP 65 70 75 80 

OS 

£§! His Asp Lys Val Val Leu Ser Val lie Ala Gly Lys Leu Lys Val Trp 

P 85 90 95 

Pro Glu Tyr Lys Asn Arg Thr Leu Tyr Asp Asn Thr Thr Tyr Ser Leu 
100 105 110 

B 

n 

:= 2' lie lie Leu Gly Leu Val Leu Ser Asp Arg Gly Thr Tyr Ser Cys Val 

W 115 120 125 

H> 

PJ Val Gin Lys Lys Glu Arg Gly Thr Tyr Glu Val Lys His Leu' Ala Leu 

gp 130 135 140 

Val Lys Leu Ser lie Lys Ala Asp Phe Ser Thr Pro Asn lie Thr Glu 
145 150 155 160 

Ser Gly Asn Pro Ser Ala Asp Thr Lys Arg lie Thr Cys Phe Ala Ser 
165 170 175 

Gly Gly Phe Pro Lys Pro Arg Phe Ser Trp Leu Glu Asn Gly Arg Glu 
180 185 190 

Leu Pro Gly lie Asn Thr Thr lie Ser Gin Asp Pro Glu Ser Glu Leu 
195 200 205 

Tyr Thr lie Ser Ser Gin Leu Asp Phe Asn Thr Thr Arg Asn His Thr 
210 215 220 

lie Lys Cys Leu lie Lys Tyr Gly Asp Ala His Val Ser Glu Asp Phe 
225 230 235 240 

Thr Trp Glu Lys Pro Pro Glu Asp Pro Pro Asp Ser Lys Asn Thr Leu 
245 250 255 



Val Leu Phe Gly Ala Gly Phe Gly Ala Val He Thr Val Val Val He 
260 265 270 



Val Val lie lie Lys Cys Phe Cys Lys His Arg Ser Cys Phe Arg Arg 
275 280 285 



Asn Glu Ala Ser Arg Glu Thr Asn Asn Ser Leu Thr Phe Gly Pro Glu 
290 295 300 

Glu Ala Leu Ala Glu Gin Thr Val Phe Leu 
305 310 



<210> 9 

<211> 930 

<212> DNA 

<213> Mus musculus 



o 

m 



m 



<400> 9 

atggacccca 

tcagatgctg 

ccatttacaa 

caaaagttgg 

aagtacctgg 

cagatcaagg 

attatcctcc 

ataaaactgg 

caaggtcacc 

ggtgataaca 

ctctctcttt 

gagtcaatga 

acgtattgga 

atcattgtat 

ttagagcggg 

attgcttcag 



gatgcaccat 
tttccgtgga 
aggctcaaaa 
ttctgtacga 
gccgcacgag 
acat'gggctc 
aacagacatt 
ctcagaatgt 
cgaaacctaa 
tgcagatatc 
cattcccgga 
agatttcctc 
aggagattac 
gt cacaagaa 
atagtaacgc 
caaaaccaaa 



gggcttggca 
gacgcaagct 
cataagcctg 
gcactatttg 
ctttgacagg 
gtatgattgt 
aacagaactg 
aacaggaaat 
gaagatgtat 
acaagataat 
tggtgtgtgg 
caaacctctc 
agcttcagtt 
gccgaatcag 
tgacagagag 
tgcagagtga 



atccttatct 
tatttcaatg 
agtgagctgg 
ggcacagaga 
aacaactgga 
tttatacaaa 
tcagtgatcg 
tctggcataa 
tttctgataa 
gtcacagaac 
catatgaccg 
aatttcactc 
actgtggccc 
cctagcaggc 
actatcaacc 



ttgtgacagt 
ggactgcata 
tagtattttg 
aacttgatag 
ctctacgact 
aaaagccacc 
ccaacttcag 
atttgacctg 
ctaattcaac 
tgttcagtat 
ttgtgtgtgt 
aagagtttcc 
tcctccttgt 
ccagcaacac 
tgaaggaact 



cttgctgatc 
tctgccgtgc 
gcaggaccag 
tgtgaatgcc 
tcacaatgtt 
cacaggatca 
tgaacctgaa 
cacgtctaag 
taatgagtat 
ctccaacagc 
tctggaaacg 
atctcctcaa 
gatgctgctc 
agcctctaag 
tgaaccccaa 



<210> 10 
<211> 309 
<212> PRT 

<213> Mus musculus 
<400> 10 

Met Asp Pro Arg Cys Thr Met Gly Leu Ala lie Leu lie Phe Val Thr 
15 10 15 

Val Leu Leu lie Ser Asp Ala Val Ser Val Glu Thr Gin Ala Tyr Phe 
20 25 30 

Asn Gly Thr Ala Tyr Leu Pro Cys Pro Phe Thr Lys Ala Gin Asn lie 
35 40 45 

Ser Leu Ser Glu Leu Val Val Phe Trp Gin Asp Gin Gin Lys Leu Val 
50 55 60 

Leu Tyr Glu His Tyr Leu Gly Thr Glu Lys Leu Asp Ser Val Asn Ala 
65 70 75 80 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

930 



Lys Tyr Leu Gly Arg Thr Ser Phe Asp Arg Asn Asn Trp Thr Leu Arg 
85 90 95 



Leu His Asn Val Gin lie Lys Asp Met Gly Ser Tyr Asp Cys Phe lie 
100 105 110 



Gin Lys Lys Pro Pro Thr Gly Ser lie lie Leu Gin Gin Thr Leu Thr 
115 120 125 



Glu Leu Ser Val lie Ala Asn Phe Ser Glu Pro Glu lie Lys Leu Ala 
130 135 140 

Gin Asn Val Thr Gly Asn Ser Gly lie Asn Leu Thr Cys Thr Ser Lys 
145 150 155 160 

Gin Gly His Pro Lys Pro Lys Lys Met Tyr Phe Leu lie Thr Asn Ser 
165 170 175 

Thr Asn Glu Tyr Gly Asp Asn Met Gin lie Ser Gin Asp Asn Val Thr 
180 185 190 

Glu Leu Phe Ser lie Ser Asn Ser Leu Ser Leu Ser Phe Pro Asp Gly 
195 200 205 

Val Trp His Met Thr Val Val Cys Val Leu Glu Thr Glu Ser Met Lys 
210 215 220 

lie Ser Ser Lys Pro Leu Asn Phe Thr Gin Glu Phe Pro Ser Pro Gin 
225 230 235 240 

Thr Tyr Trp Lys Glu lie Thr Ala Ser Val Thr Val Ala Leu Leu Leu 
245 250 255 

Val Met Leu Leu lie lie Val Cys His Lys Lys Pro Asn Gin Pro Ser 
260 265 270 

Arg Pro Ser Asn Thr Ala Ser Lys Leu Glu Arg Asp Ser Asn Ala Asp 
275 280 285 

Arg Glu Thr He Asn Leu Lys Glu Leu Glu Pro Gin He Ala Ser Ala 
290 295 300 

Lys Pro Asn Ala Glu 
305 



<210> 11 

<211> 870 

<212> DNA 

<213> Mus musculus 



<400> 11 

atggtgtctt 

gggcagtgtg 

tgccagccag 

ccatgtgact 

agacactgtg 

actgtctgta 

cagcacacgc 

accgtctgtc 

tgttatccct 

cagactaatg 

gtgatgggca 

aaaccaaagg 

gaagattatc 

cctgtcacac 



tgcctcggct 
ttacgtgcag 
gaagccgact 
caggcgaatt 
aacccaatca 
cctgtaagga 
cctgtatccc 
atccctgccc 
ggacaagctg 
tcatctgtgg 
tcctcatcac 
ataatgagat 
ccggtcataa 
aggaggatgg 



gtgcgcgcta 
tgacaaacag 
gacaagccac 
ctcagcccag 
agggcttcgg 
aggacaacac 
tggctttgga 
agtcggcttc 
tgaggataag 
tttaaagtcc 
cattttcggg 
gttaccccct 
caccgctgct 
taaagagagt 



tggggctgct 
tacctccacg 
tgcacagctc 
tggaacaggg 
gttaagaagg 
tgcaccagca 
gttatggaga 
ttctccaatc 
aacttggagg 
cggatgcgag 
gtgtttctct 
gcggctcgac 
ccagtgcagg 
cgcatctcag 



tgttgacagc 
atggccagtg 
ttgagaagac 
agattcgctg 
agggcaccgc 
aggattgcga 
tggccactga 
agtcatcact 
tcctacagaa 
ccctgctggt 
atatcaaaaa 
ggcaagatcc 
agacactgca 
tgcaggagcg 



ggtccatcta 
ctgtgatttg 
ccaatgccac 
tcaccagcac 
agaatcagac 
ggcatgtgct 
gaccactgat 
tttcgaaaag 
aggaacgagt 
cattcctgtc 
ggtggtcaag 
ccaggagatg 
cgggtgtcag 
gcaggtgaca 



60 

120 

180 

240 

300 

360 

4 20 

480 

540 

600 

660 

720 

780 

840 



gacagcatag ccttgaggcc cctggtctga 



<210> 12 
<211> 289 
<212> PRT 

<213> Mus musculus 



<400> 12 

Met Val Ser Leu Pro 
1 5 

Ala Val His Leu Gly 
20 



Arg Leu Cys Ala 



Gin Cys Val Thr 
25 



Leu Trp 
10 



Gly Cys 
Cys Ser Asp Lys 



Leu Leu Thr 
15 

Gin Tyr Leu 
30 



His Asp Gly Gin Cys 
35 

Ser His Cys Thr Ala 
50 



Cys Asp Leu Cys 
40 



Gin Pro 



Leu Glu Lys Thr Gin Cys 
55 



Gly Ser 
45 

His Pro 
60 



Arg Leu Thr 
Cys Asp Ser 



Gly Glu Phe Ser Ala 
65 

Arg His Cys Glu Pro 
85 

Ala Glu Ser Asp Thr 
100 



Gin Trp Asn Arg 
70 

Asn Gin Gly Leu 



Val Cys Thr Cys 
105 



Glu lie 
75 



Arg Cys 
Lys Lys 
Lys Glu Gly Gin 



Arg Val 

90 



His Gin His 
80 

Glu Gly Thr 
95 

His Cys Thr 
110 



Ser Lys Asp Cys Glu 
115 

Phe Gly Val Met Glu 
130 



Ala Cys Ala Gin His Thr Pro Cys 
120 125 

Met Ala Thr Glu Thr Thr Asp Thr 
135 140 



lie Pro Gly 
Val Cys His 



Pro Cys Pro Val Gly 
145 



Phe Phe Ser Asn 
150 



Gin Ser 

155 



Ser Leu 



Phe Glu Lys 
160 



Cys Tyr Pro Trp Thr 
165 



Ser Cys Glu Asp 



Lys Asn 
170 



Leu Glu 



Val Leu Gin 
175 



Lys Gly Thr Ser Gin 
180 

Arg Ala Leu Leu Val 
195 



Thr Asn Val lie 
185 

He Pro Val Val 
200 



Cys Gly Leu Lys 

Met Gly He Leu 
205 



Ser Arg Met 
190 

He Thr He 



Phe Gly Val Phe Leu 
210 



Tyr He Lys Lys 
215 



Val Val 



Lys Lys 
220 



Pro Lys Asp 



Asn Glu Met Leu Pro 
225 



Pro Ala Ala Arg Arg Gin Asp Pro 
230 235 



Gin Glu Met 
240 



Glu Asp Tyr Pro Gly 
245 



His Asn Thr Ala 



Ala Pro 

250 



Val Gin 



Glu Thr Leu 
255 



His Gly Cys Gin Pro 
260. 



Val Thr Gin Glu 
265 



Asp Gly Lys Glu 



Ser Arg He 
270 



Ser Val Gin Glu Arg Gin Val Thr Asp Ser He Ala Leu Arg Pro Leu 



275 



280 



285 



Val 



<210> 13 
<211> 994 
<212> DNA 
<213> Porcus spp 



<400> 13 

atgggactga 

aaaagtcagg 

aacctaagcc 

gagctatacc 

agctttgacc 

tcatatcaat 

agttctgacc 

cacacagaaa 

cagaggatgt 

aagaaatctc 

atccctcccg 

ctgcttttct 

gaccacatcc 

tcctttgtaa 

gaaaccatca 

gaacgatctg 

agtactacag 



gtaacattct 
catatttcaa 
tggatgagct 
gaggccaaga 
aggccacctg 
gtttcatcca 
tatcattgct 
attctgtcat 
atatgttgct 
aaaataacat 
agacaaatgt 
ccctaccttg 
tctggattgc 
cactaaggaa 
aaatgaacag 
atgatgccca 
atttttaatt 



ctttgtgatg 
tgagactgga 
ggtcatattt 
gaagcctcat 
gaccctgaga 
tcataaaggg 
tgctaacttc 
aaatttgacc 
aaatacgaag 
cacggaactc 
gagcatcgtc 
taatatagat 
agctctactt 
aaggaagaag 
gaaggcgagt 
gtgtgatgtt 
aaagagtaaa 



gtcctcctgc 
gaactgccgt 
tggcaggacc 
aatgttaatt 
ctccacaacg 
ccgcatggac 
agtcaacctg 
tgctcatcta 
aattcaacca 
tacaatgtat 
tgtgtcctgc 
gcaaagccac 
gtaacagtgg 
aagcagcctg 
gaacaaacta 
aatattttaa 
ctcc 



tctctggtgc 
gccattttac 
aggataacct 
ccaagtatat 
ttcaaatcaa 
ttgttcctat 
aaataaacct 
cacaaggcta 
ctgagcatga 
caatcagggt 
aacttgagcc 
ctgtgcaacc 
tcgttgtgtg 
gcccctctaa 
agaacagagc 
agacagcctc 



tgcctccttg 
aaactcgcag 
ggttctctac 
gggtcgcaca 
ggacaagggc 
ccaccagatg 
acttactaat 
cccagaaccc 
tgctgacatg 
gtctcttccc 
aagcaagaca 
ccctgtccca 
tgggatggtg 
tgaatgtggt 
agaagtccat 
agatgacaac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

994 



<210> 14 
<211> 330 
<212> PRT 
<213> Porcus spp 

<400> 14 

Met Gly Leu Ser Asn lie Leu Phe Val Met Val Leu Leu Leu Ser Gly 
15 10 15 

Ala Ala Ser Leu Lys Ser Gin Ala Tyr Phe Asn Glu Thr Gly Glu Leu 
20 25 30 

Pro Cys His Phe Thr Asn Ser Gin Asn Leu Ser Leu Asp Glu Leu Val 
35 40 45 

lie Phe Trp Gin Asp Gin Asp Asn Leu Val Leu Tyr Glu Leu Tyr Arg 
50 55 60 

Gly Gin Glu Lys Pro His Asn Val Asn Ser Lys Tyr Met Gly Arg Thr 
65 70 75 80 

Ser Phe Asp Gin Ala Thr Trp Thr Leu Arg Leu His Asn Val Gin lie 
85 90 95 

Lys Asp Lys Gly Ser Tyr Gin Cys Phe lie His His Lys Gly Pro His 
100 105 110 



Gly Leu Val Pro lie His Gin Met Ser Ser Asp Leu Ser Leu Leu Ala 
115 120 125 



Asn Phe Ser Gin Pro Glu lie Asn Leu Leu Thr Asn His Thr Glu Asn 
130 135 140 



Ser Val lie 
145 



Asn Leu Thr Cys Ser Ser Thr Gin Gly Tyr Pro Glu Pro 
150 155 160 



Gin Arg Met 
Asp Ala Asp 



Tyr Met 
165 

Met Lys 
180 



Leu Leu Asn Thr 



Lys Ser 



Gin Asn 
185 



Lys Asn Ser Thr 
170 

Asn lie Thr Glu 



Thr Glu His 
175 

Leu Tyr Asn 
190 



Val Ser lie 
195 



Arg Val Ser Leu 



Pro lie 
200 



Pro Pro Glu Thr 
205 



Asn Val Ser 



lie Val Cys 
210 



Val Leu Gin Leu Glu Pro Ser Lys Thr Leu 
215 220 



Leu Phe Ser 



Leu Pro Cys 
225 



Asn lie Asp Ala Lys Pro Pro Val Gin Pro 
230 235 



Pro Val Pro 
240 



m 

m 



m 
□ 



Asp His lie 
Cys Gly Met 



Pro Gly Pro 
275 

Ala Ser Glu 
290 

Asp Ala Gin 
305 

Ser Thr Thr 



Leu Trp 
245 

Val Ser 
260 



lie Ala Ala Leu 



Phe Val 



Ser Asn Glu Cys 



Thr Leu 
265 

Gly Glu 
280 



Gin Thr 



Cys Asp 



Asp Phe 
325 



Lys Asn 
295 

Val Asn 
310 



Leu Val Thr Val 
250 

Arg Lys Arg Lys 



Thr lie Lys Met 
285 



Arg Ala Glu Val His Glu 
300 

lie Leu Lys Thr Ala Ser 
315 



Val Val Val 
255 

Lys Lys Gin 
270 

Asn Arg Lys 
Arg Ser Asp 



Asp Asp Asn 
320 



Leu Lys Ser Lys 



Leu 
330 



<210> 15 
<211> 837 
<212> DNA 
<213> Porcus 



<400> 15 

atggttcgtt 

gaaccaccca 

tgcccgccag 

ccttgcagtt 

aaatactgcg 

accacttgtg 

ttgcacagct 

actatctgtg 

tgtcagcctt 

aagaccgatg 

acgctgggga 

gagcaggaga 

gatctggagg 

cccgtcaccc 



tgcctctgca 
cttcatgcaa 
gacagaaact 
ccagcgaatt 
accccaacct 
tgtgcagtga 
tgtgcttccc 
aaccctgccc 
ggacaagctg 
ttgtctgtgg 
tcctgtttgc 
ctaaggccct 
attttcccga 
aggaggacgg 



gtgtctcctc 
agaaaaccaa 
ggtgaaccac 
cctagccacc 
aggtctccag 
aggccatcac 
tggcctcggg 
agttggctt c 
cgagagcaaa 
tttccagagt 
cgtcctgttg 
gcaccctaag 
ctccaccgct 
caaagagagt 



tggggctgct 
tacccaacaa 
tgcacagagg 
tggaatagag 
gtccagaggg 
tgtaccaaca 
gtcaagcaga 
ttctccaatg 
ggcctggtgg 
cggatgagag 
gtatttctct 
actgaaaggc 
ccggtgcagg 
cgcatctcag 



ttttgaccgc 
acagccggtg 
tcactgaaac 
agaaacactg 
agggcacctc 
gcgcctgtga 
tggcgacaga 
tatcatctgc 
aacaacgtgc 
ccctggtggt 
gtatcagaaa 
aggatcccgt 
agaccttaca 
tgcaggagag 



cgtccaccca 
ctgtaatt tg 
agaatgcctt 
tcatcagcac 
gaaaacagac 
aagttgcacc 
ggtttctgac 
ttcagaaaag 
ggggactaac 
tatccccatc 
ggtgaccaag 
ggagacgatt 
ttggtgccag 
acagtga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

837 



<210> 16 
<211> 278 
<212> PRT 
<213> Porcus 

<400> 16 

Met Val Arg Leu Pro Leu Gin Cys Leu Leu Trp Gly Cys Phe Leu Thr 
15 10 15 

Ala Val His Pro Glu Pro Pro Thr Ser Cys Lys Glu Asn Gin Tyr Pro 
20 25 30 

Thr Asn Ser Arg Cys Cys Asn Leu Cys Pro Pro Gly Gin Lys Leu Val 
35 40 45 

Asn His Cys Thr Glu Val Thr Glu Thr Glu Cys Leu Pro Cys Ser Ser 
50 55 60 

Ser Glu Phe Leu Ala Thr Trp Asn Arg Glu Lys His Cys His Gin His 
65 70 75 80 

Lys Tyr Cys Asp Pro Asn Leu Gly Leu Gin Val Gin Arg Glu Gly Thr 
85 90 95 

Ser Lys Thr Asp Thr Thr Cys Val Cys Ser Glu Gly His His Cys Thr 
100 105 110 

Asn Ser Ala Cys Glu Ser Cys Thr Leu His Ser Leu Cys Phe Pro Gly 
115 120 125 

Leu Gly Val Lys Gin Met Ala Thr Glu Val Ser Asp Thr lie Cys Glu 
130 135 140 

Pro Cys Pro Val Gly Phe Phe Ser Asn Val Ser Ser Ala Ser Glu Lys 
145 150 155 160 

Cys Gin Pro Trp Thr Ser Cys Glu Ser Lys Gly Leu Val Glu Gin Arg 
165 170 175 

Ala Gly Thr Asn Lys Thr Asp Val Val Cys Gly Phe Gin Ser Arg Met 
180 185 190 

Arg Ala Leu Val Val lie Pro lie Thr Leu Gly lie Leu Phe Ala Val 
195 200 205 

Leu Leu Val Phe Leu Cys lie Arg Lys Val Thr Lys Glu Gin Glu Thr 
210 215 220 

Lys Ala Leu His Pro Lys Thr Glu Arg Gin Asp Pro Val Glu Thr lie 
225 230 235 240 

Asp Leu Glu Asp Phe Pro Asp Ser Thr Ala Pro Val. Gin Glu Thr Leu 
245 250 255 

His Trp Cys Gin Pro Val Thr Gin Glu Asp Gly Lys Glu Ser Arg lie 
260 265 270 



Ser Val Gin Glu Arg Gin 
275 



<210> 17 

<211> 534 

<212> PRT 

<213> Porcus 

<400> 17 

lie Val Val lie Phe Gly Ala Ser Asn lie Leu Trp Met Val Phe Ala 
1 5 10 -15 

Val Ser Gin Asn Val Lys Val Glu lie Phe Pro Glu Asp Lys Met lie 
20 25 30 

Ala Gin lie Gly Asp Ser Ala Ser Leu Thr Cys Ser Ala Pro Asp Cys 
35 40 45 

Glu Ser Ser Leu Ser Phe Ser Trp Arg Thr Gin lie Asp Ser Pro Leu 
50 55 60 

Asn Gly Lys Val Lys Thr Asn Gly Thr Arg Ser Thr Leu Val Met Asn 
65 70 75 80 

q Pro Val Ser Phe Glu Asn Glu His Ser Tyr Leu Cys Thr Val Ser Cys 

85 90 95 

Gly Asn Leu Lys Gly Glu Arg Gly lie Gin Val Glu lie Tyr Ser Phe 
100 105 110 

Pro Lys Asp Pro Glu lie His Trp Ser Ser Leu Pro Glu Val Gly Lys 
115 120 125 

Pro Val Thr Val Arg Cys Leu Val Pro Asp Val Tyr Pro Val Glu Lys 
130 135 140 

Leu Glu lie Glu Leu Leu Lys Asp Asn His Ser Met Val Ser Gin Asn 
145 150 155 160 



in 



m 

M-' Phe Leu Glu Leu lie Asp lie Lys Ser Lys Glu Thr Lys Ser Leu Glu 

H 1 165 17 0 175 

Phe Thr Phe Thr Pro Thr Glu Glu Asp He Gly Lys Ala He Val Cys 
180 185 190 

Gin Ala Thr Leu He He Asp Gly Gin Pro Ser Val Lys Thr Thr Pro 
195 200 205 

Glu Lys Met Gin Val Tyr He Ser Pro Lys Asp Pro Val He Ser Val 
210 215 220 

Asn Pro Ser Thr Ser Leu Gin Glu Gly Asp Ser Met Met Met Thr Cys 
225 230 235 240 

Thr Ser Glu Gly Leu Pro Ala Pro Gin He Ser Trp Ser Lys Lys Leu 
245 250 255 

Asp Asn Gly Asp Gin Gin Leu Leu Ser Gly Asn Ala Thr Leu Thr Leu 
260 265 270 



He Ala Met Arg Met Glu Asp Ser Gly He. Tyr Val Cys Glu Gly Val 
275 280 285 



Asn Pro Val Gly Thr Asn Arg Lys Glu Val Glu Leu Thr Val Gin Val 
290 295 300 



Ala Pro Arg Asp Thr Thr lie Ser Val Asn .Pro Ser Ser Thr Leu Glu 
305 310 315 320 

Glu Gly Ser Ser Val Asn Met Thr Cys Ser Ser Asp Gly Phe Pro Ala 
325 330 335 

Pro Lys lie Leu Trp Ser Lys Lys Leu Arg Asp Gly Asn Leu Glu Pro 
340 345 350 

Leu Ser Glu Asn Thr Thr Leu Thr Leu Thr Ser Thr Lys Met Glu Asp 
355 360 365 

Ser Gly lie Tyr Val Cys Glu Gly lie Asn Gin Ala Gly lie Asn Arg 
370 375 380 

Lys Glu Val Glu Leu lie lie Gin Ala Ala Pro Lys Asp Leu Gin Leu 
385 390 395 400 

Thr Ala Phe Pro Ser Glu Ser Val Lys Glu Gly Asp Thr Val lie lie 
405 410 415 

Ser Cys Thr Cys Gly Asn Val Pro Pro Thr Leu lie lie Leu Lys Lys 
420 425 430 

Lys Ala Glu Thr Gly Asp Thr Val Leu Lys Ser Thr Asp Gly Ala Tyr 
435 440 445 

Thr lie His Arg Ala Arg Leu Ala Asp Ala Gly Val Tyr Glu Cys Glu 
450 455 460 

Ser Lys Asn Glu lie Gly Leu Gin Leu Arg Ser lie Thr Leu Asp Val 
465 470 475 480 

Lys Gly Arg Glu Ser Asn Lys Asp Tyr Phe Ser Ser Glu Leu Leu Val 
485 490 495 

Leu Tyr Cys Ala Ser Ser Leu lie lie Pro Ala lie Gly Val lie lie 
500 505 510 

Tyr Phe Ala Arg Lys Ala Asn Met Arg Gly Ser Tyr Ser Leu Val Asp 
515 520 525 

Ala Gin Lys Ser Lys Val 
530 



<210> 18 
<211> 807 
<212> DNA 
<213> Vacca spp 



<400> 18 

atggttcgtt 

gaaccagcca 

tgcccgccgg 

tcctgcggta 

agatactgca 

accatttgtg 



tgccactgca 
ctgcttgtgg 
gacagaaact 
aaggcgaatt 
accccaacct 
tatgtgtcga 



gtgtctcttc 
agagaagcaa 
ggtgaacgac 
cttgtccacc 
agggctccgg 
aggccaacac 



tggggcttct 
tacccagtga 
tgcacagagg 
tggaacagag 
atccagagcg 
tgtaccagtc 



ttctgaccgc 
acagtctttg 
tcagcaaaac 
agaaatactg 
agggtacctt 
acacctgcga 



cgtccactca 60 
ctgtgatttg 120 
agaatgccag 180 
tcacgagcac 240 
gaatacagac 300 
aagttgcacg 360 



ccccacagct 
accgtctgtg 
tgtcaccgtt 
aagacagatg 
acgatgggag 
aagcggcagc 
atccggagga 
tcagccggtc 



tgtgtctccc 
aaccctgccc 
ggacaagctg 
ttgtctgcgg 
tcttgtttgc 
taaggccctg 
ttttcccggc 
gcccaggagg 



tggcttcggg 
gctcggcttc 
cgagagaaaa 
tttccagagt 
tgtcctgttg 
caccctatgg 
ccccacccgc 
acggcaa 



gtcaagcaga 
ttctccaacg 
ggcctggtgg 
cggatgagga 
gtatctgcct 
ctgaaaggca 
ctctccggtg 



tcgctacagg 
tgtcatctgc 
aacaacacgt 
ccctggtggt 
gtatcaggaa 
ggatcccgtg 
caagagacct 



gcttttggat 420 
ttttgaaaag 480 
ggggacgaac 540 
gatccccgtc 600 
cataaccaag 660 
gagacgattg 720 
tatgctggtg 780 
807 



<210> 19 
<211> 269 
<212> PRT 
<213> Vacca spp 

<400> 19 

Met Val Arg Leu Pro Leu Gin Cys Leu Phe Trp Gly Phe Phe Leu Thr 
1 5 10-15 

Ala Val His Ser Glu Pro Ala Thr Ala Cys Gly Glu Lys Gin Tyr Pro 
20 25 30 

Val Asn Ser Leu Cys Cys Asp Leu Cys Pro Pro Gly Gin Lys Leu Val 
35 40 45 

Asn Asp Cys Thr Glu Val Ser Lys Thr Glu Cys Gin Ser Cys Gly Lys 
50 55 60 

Gly Glu Phe Leu Ser Thr Trp Asn Arg Glu Lys Tyr Cys His Glu His 
65 70 75 80 

Arg Tyr Cys Asn Pro Asn Leu Gly Leu Arg lie Gin Ser Glu Gly Thr 
85 90 95 

Leu Asn Thr Asp Thr lie Cys Val Cys Val Glu Gly Gin His Cys Thr 
100 105 110 

Ser His Thr Cys Glu Ser Cys Thr Pro His Ser Leu Cys Leu Pro Gly 
115 120 125 

Phe Gly Val Lys Gin lie Ala Thr Gly Leu Leu Asp Thr Val Cys Glu 
130 135 140 

Pro Cys Pro Leu Gly Phe Phe Ser Asn Val Ser Ser Ala Phe Glu Lys 
145 150 155 160 

Cys His Arg Trp Thr Ser Cys Glu Arg Lys Gly Leu Val Glu Gin His 
165 170 175 

Val Gly Thr Asn Lys Thr Asp Val Val Cys Gly Phe Gin Ser Arg Met 
180 185 190 

Arg Thr Leu Val Val lie Pro Val Thr Met Gly Val Leu Phe Ala Val 
195 200 205 

Leu Leu Val Ser Ala Cys lie Arg Asn lie Thr Lys Lys Arg Gin Leu 
210 215 220 



Arg Pro Cys Thr Leu Trp Leu Lys Gly Arg lie Pro Trp Arg Arg Leu 
225 230 235 240 



lie Arg Arg lie Phe Pro Ala Pro Thr Arg Leu Ser Gly Ala Arg Asp 
245 250 255 



Leu Met Leu Val Ser Ala Gly Arg Pro Gly Gly Arg Gin 
260 ' 265 



<210> 20 
<211> 867 
<212> DNA 
<213> Vacca spp 

<400> 20 

atgggccaca cacggaggca gggaacatca ccatccaagt gtccatacct caatttcttt 60 

cagctcttgg tgctggctgg tctttctcac ttctgttcag gtgttatcca cgtgaccaag 120 

gaagtgaaag aagtggcaac gctgtcctgt ggtcacaatg tttctgttga agagctggca 180 

caaactcgca tctactggca aaaggagaag aaaatggtgc tgactatgat gtctggggac 240 

atgaatatat ggcccgagta caagaaccgg accatctttg atatcactaa taacctctcc 300 

attgtgatcc tggctctgcg cccatctgac gagggcacat acgagtgtgt tgttctgaag 360 

tatgaaaaag acgctttcaa gcgggaacac ctggctgaag tgacgttatc agtcaaagct 420 

gacttcccta cacctagtat atctgacttt gaaattccaa cttctaatat tagaaggata 480 

atttgctcaa cctctggagg ttttccagag cctcacctct cctggttgga aaatggagaa 540 

gaattaaatg ccatcaacac aacagtttcc caagatcctg aaactgagct ctatgctgtt 600 

agcagcaaac tggatttcaa tatgacaacc aaccacagct tcatgtgtct catcaagtat 660 

ggacatttaa gagtgaatca gaccttcaac tggaatacaa ccaagcaaga gcattttcct 720 

gataacctgc tcccatcctg ggccattacc ttaatctcag taaatggaat ttttgtgata 780 

tgctgcctga cctactgctt tgccccaaga tgcagagaga gaaggaggaa tgagagattg 840 

agaagggaaa gtgtacgccc tgtataa 867 



<210> 21 

<211> 35 

<212> DNA 

<213> Porcus spp 

<400> 21 

gcatggatcc atgggactga gtaacattct ctttg 35 



<210> 22 
<211> 34 
<212> DNA 
<213> Porcus 

<400> 22 

gcatgtcgac ttaaaaatct gtagtactgt tgtc 34 



<210> 23 
<211> 17 
<212> DNA 
<213> Porcus 

<400> 23 

agaccgtctt cctttag 17 

<210> 24 
<211> 21 
<212> DNA 
<213> Porcus 



<400> 24 

ttggatcctc catgttatcc c 



<210> 25 
<211> 12 
<212> DNA 
<213> Porcus 

<400> 25 
agcatctgaa gc 



<210> 26 

<211> 22 

<212> DNA 

<213> Porcus spp 



<400> 26 

atggatcctc cattttccaa cc 



<210> 27 

<211> 18 

<212> DNA 

<213> Porcus spp 

<400> 27 

ttgtcgacat ctactggc 



<210> 28 

<211> 58 

<212> DNA 

<213> Porcus spp 

<400> 28 

ggatcctcac tgtctctcct gatgagatgc gactctcctc tttgcccgtc cgtcctc 



<210> 29 

<211> 29 

<212> DNA 

<213> Porcus spp 



<400> 29 

gaattcatgg ttctgttgcc tctgcagtg 



<210> 30 
<211> 27 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 30 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gl 



Arg Ser Phe Asp Gin Ala Thr Trp Thr Leu Arg 
20 25 



<210> 31 
<211> 26 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Porcus spp/ovalbumen 
chimeric peptide 

<400> 31 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
1 5 10 15 

Arg Leu Pro Cys His Phe Thr Asn Ser Gin 
20 25 



<210> 32 
<211> 30 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Porcus spp/ovalbumen 
chimeric peptide 

<400> 32 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
15 10 15 

Arg Lys Gly Pro His Gly Leu Val Pro lie His Gin Met Ser 
20 25 30 



<210> 33 
<211> 26 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 33 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
15 10 15 

Arg Gly Leu Val Pro lie His Gin Met Ser 
20 25 



<210> 34 
<211> 28 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 34 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
1 5 10 15 

Arg Val Gin lie Lys Asp Lys Gly Ser Tyr Gin Cys 
20 25 



<210> 35 
<211> 29 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 35 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
1 5 10 15 

Arg Cys Ser Ser Thr Gin Gly Tyr Pro Glu Pro Gin Arg 
20 25 



<210> 36 
<211> 29 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 36 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
15 10 15 

Arg Lys Ser Gin Ala Tyr Phe Asn Glu Thr Gly Glu Leu 
20 25 



<210> 37 
<211> 29 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Porcus spp/ovalbumen 
chimeric peptide 

<400> 37 

lie Ser Gin Ala Val His Ala Ala His Ala Glu lie Asn Glu Ala Gly 
15 10 15 



Arg Ala Ser Leu Lys Ser Gin Ala Tyr Phe Asn Glu Thr 



1 * 

20 



<210> 38 
<211> 30 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
chimeric peptide 

<400> 38 s * 

He Ser Gin Ala Val His Ala Ala 
1 5 

Arg Tyr Met Gly Arg Thr Ser Phe 
20 




25 



Sequence: Porcus spp/ovalbumen 



His Ala Glu He Asn Glu Ala Gly 
10 15 

Asp Gin Ala Thr Trp Thr 
25 30 . 



<210> 39 

<211> 17 

P <212> PRT 

*J| <213> Artificial Sequence 

m 

0$ <220> 

j^Ui <223> Description of Artificial Sequence: Porcus spp/ovalbumen 

^ chimeric peptide 

Q <400> 39 

He Ser Gin Ala Val His Ala Ala His Ala Glu He Asn Glu Ala Gly 



ill 



15 10 15 

Arg 



